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^/i^G^^miinumber: PF00240 
Ubiquitin family 



This family contains a number of ubiquitin-lll<e proteins: SUMO (smt3 
homologue) (see ULP1 YEAST ). NeddS (see NED8_MQUSE), Elongin B (see 
015370), Rubl (see 09SHE7 ). 

ITiis family forms structural complexes with other Pfam families, to view 
them click here 



INTERPRO description (entry IPR000626 ) 

Ubiquitin f MEPLINE:91274342 1. PUB00000768, PUB00000768 is a protein of 
seventy six amino acid residues, found in alleukaryotic cells and whose 
sequence is extremely well conserved from protozoan to vertebrates. It is 
widely known as a post-translational tag used to signal a protein's hydrolytic 
destruction. Other functions for ubiquitin, depend on its differential internal 
isopeptide linkages. In addition, several ubiquitin-like proteins have been 
discovered from genome-sequencing efforts, other structural studies, and 
genetic screens. These new data show that proteins with the ubiquitin domain 
are adaptable, transposable genetic elements, which have been appended to 
other genes and utilized for many different cellular functions, depending on the 
ubiquitin-like protein's identity, subcellular location, and method of covalent 
attachment. The post-translational ligation of proteins to members of the 
ubiquitin superfamily can signal many different fates for the target protein 
[Larsen and Wang (2002) J. Proteome Res. 1, 411-419.] 

Ubiquitin is a globular protein, the last four C-terminal residues (Leu-Arg-Gly- 
Gly) extending from the compact structure to form a 'tail' important for its 
function. The latter is mediated by the covalent conjugation of ubiquitin to 
target proteins, by an isopeptide linkage between the C-terminal glycine and 
the epsilon amino group of lysine residues in the target proteins. 

In most species, there are many genes coding for ubiquitin. However they can 
be classified into two classes. The first class produces polyubiquitin molecules 
consisting of exact head to tail repeats of ubiquitin. The number of repeats is 
variable. In the majority of polyubiquitin precursors, there is a final amino-acid 
after the last repeat. The second class of genes produces precursor proteins 
consisting of a single copy of ubiquitin fused to a C-terminal extension protein 
(CEP). There are two types of CEP proteins and both seem to be ribosomal 
proteins. There are a number of proteins which are evolutionary related to 
ubiquitin, including ubiquitin-like proteins from baculoviruses ; mammalian 
proteins GDX, FAU and RAD23-related proteins; human spliceosome associated 
protein 114, proteins BAT3 and CKAPl/TFCB, and ubiquitin-like proteins 
SMT3A, SMT3C and SMT3B; yeast proteins RAD23, DK2 and SMT3; and 
Caenorhabditis eleqans SMT3 and ubl-1 proteins. 



For additional annotation, see the PROSITE document PDOC00271 [Expasy I SRS-UK I SRS-USA ] 
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Help relating to Pfam alignments here 
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To find out about the NIFAS tree-viewer, click here 
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The trees were generated using Quicktree 
To find out more about ATV phylogenetic tree-viewer click here 
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You can find out how to set up Rasmol here 
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